Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.009 Å; R factor = 0.058; wR factor = 0.172; data-to-parameter ratio = 16.5.
In the title compound, C 8 H 7 BrO 3 , the methoxycarbonyl group is twisted at a dihedral angle of 8.06 (4) with respect to the benzene ring. In the crystal, molecules are connected by O-HÁ Á ÁO hydrogen bonds into helical chains running along the b axis.
Related literature
For applications of methyl 3-hydroxybenzoate derivatives in the synthesis of various broad-spectrum antimicrobials, see: Zhong et al. (2001) . For the synthesis of the title compound, see: Nie et al. (2005) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code:
Data collection: SMART (Bruker, 1999 ); cell refinement: SAINTPlus (Bruker, 1999) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. 
Comment
The methyl 3-hydroxybenzoate derivatives as important starting materials have been applied to synthesis various broadspectrum antimicrobials (Nie et al., 2005) and design cryptophane derivatives in self-assembling of supermolecular chemistry (Zhong et al., 2001 ). Here we report the structure of the title compound (Fig. 1 ).
In the crystal structure of the title compound, there are linked by an intermolecular O-H···O hydrogen bond between hydroxyl and carbonyl groups forming an infinite helical chain along the b axis (Table 1 and Fig. 2 ). And no significant interaction is observed between the chains.
Experimental
The title compound was synthesized as previously reported (Nie et al., 2005) . The electrospray ionization mass spectrum (ESI-MS) showed an intense peak of molecular ions at m/z 230. Single crystals suitable for X-ray diffraction were obtained from methanol solution in room temperature.
Refinement
H atoms were placed in calculated positions with O-H = 0.82 and C-H = 0.93-0.96 Å, and refined in riding mode with U iso (H) = 1.5U eq (O,C) for hydroxy H and methyl H atoms and 1.2U eq (C) for the others. Figures   Fig. 1 . Title molecule showing the 30% probability displacement ellipsoids and the atomnumbering scheme. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds supplementary materials sup-3 in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

